Results from partial volume estimation based on k-means clustering as proposed by Deshmane et al. [6] applied to the 1.5T MC-MRF measurement as used for Figure 6 . MRF-mapped relaxation times from a single component matching are used for a k-means clustering method to determine the k=3 main tissue components. The NNLS algorithm is used to find a multi-component solution with the subdictionary containing these three components. The k-means clustering method, with a fixed number of components, results in pure tissues in most of the voxels, in contrast to the SPIJN algorithm.
Supporting Information Figure S2a
Supporting Information Figure S2 The effect of undersampling on the MC-MRF decomposition using the SPIJN algorithm. Fully sampled data from an MRF acquisition using Sequence 1 was retrospectively undersampled with an undersampling factor of 12. This dataset was iteratively reconstructed with matrixcompletion [32] . Figure S1a shows the results of the SPIJN algorithm for fully sampled data, Figure S1b shows the results for the iteratively reconstructed undersampled data. The matched components are at most one grid step apart and the resulting fraction maps are almost identical.
